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Abstract
Background: Molecular typing of methicillin-resistant Staphylococcus aureus (MRSA) is required to study the routes and
rates of transmission of this pathogen. Currently available typing techniques are either resource-intensive or have limited
discriminatory ability. Multiple-locus variable number tandem repeat analysis (MLVA) may provide an alternative high
throughput molecular typing tool with high epidemiological resolution.
Methodology/Principal Findings: A new MLVA scheme for S. aureus was validated using 1681 S. aureus isolates collected
from Dutch patients and 100 isolates from pigs. MLVA using 8 tandem repeat loci was performed in 2 multiplex PCRs and
the fluorescently labeled PCR products were accurately sized on an automated DNA sequencer. The assessed number of
repeats was used to create MLVA profiles consisting of strings of 8 integers that were used for categorical clustering. MLVA
yielded 511 types that clustered into 11 distinct MLVA complexes which appeared to coincide with MLST clonal complexes.
MLVA was at least as discriminatory as PFGE and twice as discriminatory as spa-sequence typing. There was considerable
congruence between MLVA, spa-sequence typing and PFGE, at the MLVA complex level with group separation values of
95.1% and 89.2%. MLVA could not discriminate between pig-related MRSA strains isolated from humans and pigs,
corroborating the high degree of relationship. MLVA was also superior in the grouping of MRSA isolates previously assigned
to temporal-spatial clusters with indistinguishable SpaTypes, demonstrating its enhanced epidemiological usefulness.
Conclusions: The MLVA described in this study is a high throughput, relatively low cost genotyping method for S. aureus
that yields discrete and unambiguous data that can be used to assign biological meaningful genotypes and complexes and
can be used for interlaboratory comparisons in network accessible databases. Results suggest that MLVA offsets the
disadvantages of other high discriminatory typing approaches and represents a promising tool for hospital, national and
international molecular epidemiology.
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Introduction
Staphylococcus aureus is an important bacterial pathogen that is
associated with serious community-acquired and nosocomial
diseases [1,2]. Although it can cause a variety of clinical syndromes
such as bacteremia, pneumonia, endocarditis, and deep abscess
formation, S. aureus seems to be omnipresent and is more often
than not carried without any clinical symptoms. Carriers may
spread the pathogen infecting individuals who may develop
disease. The introduction of methicillin has led to the rapid
emergence of methicillin-resistant S. aureus (MRSA) and is posing a
major clinical problem within hospitals worldwide [3–5]. In the
Netherlands the incidence of MRSA infections is still quite low,
probably as a result of the ‘search and destroy policy’, and the
restricted use of antibiotics [6,7]. Recently, the number of MRSA
infections in the Netherlands has been gradually increasing which
is a major cause of concern [8,9].
In order to understand the population biology of S. aureus and to
study the impact of measures to control MRSA infections
unambiguous characterization of S. aureus isolates is required.
Many typing techniques have been employed for the analysis of S.
aureus. For many years phage typing was used [10], but with the
advent of molecular typing, phage typing was replaced by newer
techniques. A plethora of techniques has been used such as
ribotyping [11,12], random amplified polymorphic DNA analysis
[12,13], sequence analysis of 16S–23S rDNA spacer regions
[14,15], amplified fragment length polymorphism [16,17] and
SSCmec typing [18,19]. However, the most widely used molecular
typing techniques for S. aureus are PFGE [20,21], MLST [21,22]
and spa-sequence typing [23,24]. In PFGE the fragments obtained
after SmaI macrorestriction are separated on a special agarose gel.
This has been extremely helpful in elucidating population
structures and in the identification of S. aureus outbreaks. MLST,
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genes, yields unambiguous typing results that are suited for
interlaboratory comparisons. This has resulted in an internet
accessible database which is used world wide (http://saureus.mlst.
net/). Spa-sequence typing has become a widely distributed typing
technique for S. aureus in a very short time. In spa-sequence typing
the variation in a tandem repeat region of the protein A encoding
spa gene is utilized to perform genotyping of S. aureus. The repeats
in the spa gene vary both in number and in sequence. By
determining the sequence of the repeats, a profile is constructed
which can be used for clustering. This has led to a fast growing
internet accessible database which can be queried (http://www.
spaserver.ridom.de/).
Like most other band-based genotyping methods, PFGE is
slowly becoming an outdated technique. The method is not
portable, sizing of bands is inaccurate leading to ambiguous results
and the creation of profiles is labor intensive and difficult to
perform. MLST is very expensive, labor intensive and therefore
not available for most laboratories. Spa-sequence typing is a
portable technique and is relatively easy to perform. However, it is
based on a single locus in the genome only and clustering of S.
aureus isolates based on spa-data is complex. For these reasons we
developed and validated a typing technique based on the
composition of genomic loci containing tandem repeats. This
technique called multiple-locus variable-number tandem repeat
analysis (MLVA) has been introduced as a typing method for a
large number of bacterial pathogens [25–37]. In MLVA, the
variability in the number of short tandem repeat sequences is
utilized to create DNA profiles for epidemiological studies. Several
MLVA schemes for S. aureus have been designed and used to type
this pathogen. However, these MLVA schemes rely on analysis in
agarose gels making them inaccurate and not portable. In this
report we describe the development of a robust and portable
MLVA and demonstrate the utility of this technique by identifying
types and complexes in a large collection of methicillin-resistant
and methicillin-susceptible S. aureus isolates.
Materials and Methods
Bacterial strains
In this study we included a collection of 2525 strains consisting
of i) a test set of 86 S. aureus+10 S. epidermidis isolates, ii) a set of
1681 human and 100 pig-related S. aureus isolates used for
extensive validation, iii) 658 S. aureus isolates used to assess the
potential of MLVA to identify outbreaks. The test set included
reference strains and was used for the initial set up of the MLVA.
The isolates used for extensive validation were collected for the
national S. aureus surveillance by the department of bacterial typing
of the Laboratory of Infectious Diseases and Perinatal Screening of
the National Institute for Public Health and the Environment. Of
this strain set, 1781 were collected from 2005 to 2007 out of which
1681 strains were isolated from humans and 100 from pigs. For
this study we used 393 isolates collected in 2005, 617 collected in
2006 and 671 isolates collected in 2007. The isolates were
collected during the first 3 months in each of the 3 years and
represented approximately 20% of the total number of isolates
collected for the national surveillance during that time period. Of
the 1681 strains from humans, 135 were isolated from blood, 831
originated from nasal, throat or perineum swabs and the
remainder was predominantly isolated from wound infections.
Approximately 87% of the strains isolated from humans and all
strains isolated from pigs were methicillin-resistant S. aureus
(MRSA). The collection of 1681 strains isolated from humans
also included 163 strains that were part of the Dutch strains
collected for the EARSS project (http://www.rivm.nl/earss/) 156
of which were methicillin sensitive S. aureus (MSSA). The 100
MRSA strains isolated from pigs were all collected in 2007. In
addition, a set of 658 MRSA isolates collected for the national S.
aureus surveillance in 2008 was used for a preliminary assessment of
the epidemiological potential of the MLVA.
Bacterial growth and preparation of lysates
Cultures stored at 280uC were streaked on Columbia agar
plates with 5% sheep blood, cultured overnight at 37uC and
visually inspected for purity. Two colonies were suspended in
50 ml lysis mix in TE (10 mM Tris. HCl, 1 mM EDTA, pH 8.0)
supplemented with 100 mg/ml lysostaphine, incubated for 35 min
at 37uC and heated for 10 min at 95uC. After the inactivation step
450 ml TE was added and the lysate was used either directly or
stored at 220uC until use in PCR.
Pulsed Field Gel Electrophoresis and Spa-sequence
typing
Pulsed Field Gel Electrophoresis (PFGE) was performed as
described before [38]. Spa-sequence typing was essentially
performed according to the RIDOM protocol [24], (http://
www.ridom.de) with slight modifications. The first modification
was the use of a new forward primer (TAAAGACGATCCTT-
CAGTGAGC) to replace the spa-1113f primer used for spa-PCR
and sequencing which has a sequence mismatch at the 16
th
position with all known spa gene sequences. The reverse primer
used was spa-1514r as described by the RIDOM protocol.
Furthermore, we reduced the amount of primer used in the spa-
PCR to minimize the amount of unused primer after PCR. As a
result no purification of the PCR product was required for
sequence analysis. Briefly, 1 ml of staphylococcal lysate was used in
a2 5 ml PCR using HotStar master mix (Qiagen, Hilden,
Germany) and 2.5 pmol of primers. The spa gene was amplified
using the following program: 15 min 95uC, 30 cycles of
amplification that consisted of 45 sec at 95uC, 45 sec at 60uC,
and 1.5 min at 72uC, and a final step of 7 min at 72uC. Two mlo f
the unpurified PCR product was used for sequencing both strands
of the product.
Identification and selection of VNTR loci in S. aureus
At the start of this study the genome sequences of 9 different S.
aureus strains were available in the public domain. These genome
sequences were screened for the presence of tandem repeat
sequences using the Tandem Repeats Finder program, version
4.00 [39] and a home made script for the Kodon 3.5 software
(Applied Maths, Sint-Martens-Latem, Belgium).The in silico
analysis of the available S. aureus genomes revealed the presence
of loci with a variable number of tandem repeated sequences in
these sequenced genomes. Remarkably, the majority of the
identified VNTR loci carried imperfect tandem repeats. Primers
flanking the VNTR regions were designed and used on a
randomly selected, genetically diverse test panel of strains that
had previously been analyzed by PFGE in our laboratory. VNTR
loci were considered as suitable if they yielded PCR products with
all strains in the test panel and there were at least 3, but no more
than 10 different alleles in the test set. Repeat loci that did not
yield a single PCR product were considered unsuitable. Further-
more, VNTR loci that were located in non-coding regions in the
genome were preferred, but this was not an exclusion criterion. Of
the more than 20 VNTR loci that originally were identified by the
in silico analysis 10 were selected based on their characteristics
(repeat size, number of repeats, unique locus). Of these 10 we
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Only 3 of the 8 loci were located in coding regions in the S. aureus
genome (Table 1 and Fig. 1). The rationale for choosing 8 VNTR
loci was pragmatic. Firstly, sufficient loci need to be incorporated
to obtain enough discriminatory power. Secondly, the automated
DNA sequencer used for the MLVA can distinguish 5 different
fluorescent labels in one channel. This implies that a multiplex
PCR with 4 different targets using a different fluorescent label for
each PCR can be analyzed together with an internal marker with
a fifth fluorescent label to obtain accurate sizing. Thus 2 multiplex
PCRs enabled the simultaneous analysis of 8 different VNTR S.
aureus loci.
Multiple-locus Variable Number Tandem Repeat Analysis
VNTR PCRs were performed in 25-ml volumes in Applied
Biosystems 9700 PCR machines (Applied Biosystems, Foster City,
USA). Eight VNTR loci were amplified in 2 multiplex PCRs. For
each multiplex PCR 2 ml of 1:10 diluted S. aureus lysate was added
to a mixture containing 10 pmol of each of 4 differently 59
fluorescently labeled forward primers, 10 pmol of each of 4
unlabeled reverse primers and 12.5 ml of HotStarTaq multiplex-
mastermix (Qiagen, Hilden, Germany). The exception was in the
second multiplex PCR in which 5 pmol labeled VNTR61_02FV
primer and also 5 pmol unlabeled primer VNTR61_02F were
used to reduce the signal for this VNTR in the multiplex PCR. All
primer sequences are shown in Table 2. VNTR loci were
amplified using the following PCR program: 15 min at 95uC,
followed by 20 cycles of amplification that consisted of 45 sec at
95uC, 45 sec at 54uC, and 90 sec at 72uC, and a final step of
30 min at 68uC to ensure complete terminal transferase activity of
the Taq DNA polymerase. After PCR, samples were diluted 1:100
in water and 1 ml of the diluted samples were mixed with 10 mlo f
1:100 in water diluted fluorescently labeled GeneScan 1200 LIZ-
marker (Applied Biosystems). After heat denaturation for 5 min at
95uC, fragments were separated on an ABI 3730 DNA sequencer
using the standard fragment analysis module. The resulting .fsa
files were imported and analyzed in the GeneMarker software
(Softgenetics, State College, USA) to calculate the number of
repeats of each VNTR locus. VNTR loci that did not yield a PCR
product after repeated analysis were assigned number 99.
However, all 1681 isolates of the validation set yielded a PCR
product for all VNTR loci. The assessed numbers of repeats of the
8 VNTR loci were combined into a string consisting of 8 integers
e.g. 14-0-2-4-1-7-1-6. This string, referred to as the MLVA profile,
was used for clustering.
The calculation of the number of repeats in each of the VNTR
loci was straightforward. The size of the PCR product minus the
size of the flanking regions yielded the repeat region. Dividing the
size of this region by the size of the repeat unit yielded the number
of repeats in each locus. This was true for all VNTR loci with the
exception of VNTR61_01. The upstream flanking region of this
locus turned out to be heterogeneous in composition, resulting is
slightly larger or smaller fragments. Some of the bin sizes used in
the GeneMarker software were shifted to fit the actual sizes of the
various alleles which ensured accurate calculation of the number
of repeats in the VNTR61_01 locus. Representatives of all allelic
variants were sequenced to ensure the assignment of the number
of repeats was correct.
Data analysis
All typing data were imported into the Bionumerics software
(Applied Maths), clustered using the appropriate settings and the
relationships displayed using graphing method called minimum
spanning tree as described before [34]. In the minimum spanning
tree, the priority rule to first link types that have the highest
number of single locus variants was chosen. In the tree, types are
represented by circles. In our preferred settings, the size of a circle
indicates the number of strains with this particular type. Heavy
short lines connecting two types denote types differing in a single
locus, thin longer lines connect double locus variants. MLVA
Table 1. Properties of the VNTR loci used for MLVA of 1681 S. aureus isolates.
VNTR Properties of VNTR locus Average repeat size No. of variable bases DI
1 Range no. repeats
VNTR09_01 sspa: cysteine protease 9 5 80.0 6–25
VNTR61_01 non-coding 60 2 79.5 0–6
VNTR61_02 non-coding 66 23 66.7 0–5
VNTR67_01 non-coding 67 0 78.9 0–10
VNTR21_01 non-coding 21 0 34.2 0–13
VNTR24_01 spa: protein A 24 7 83.0 1–18
VNTR63_01 non-coding 64 6 73.6 0–11
VNTR81_01 coa: staphylocoagulase 81 26 69.0 1–9
1DI, Simpson’s index of diversity.
doi:10.1371/journal.pone.0005082.t001
Figure 1. Schematic map of the genome of S. aureus strain
N315, indicating the positions of the VNTR loci used in MLVA.
doi:10.1371/journal.pone.0005082.g001
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was not larger than 1 and at least 5 types fulfilled this criterion. For
calculation of the genetic diversity and discriminatory ability of
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strains belonging to i
th type and N is the total number of strains
in the sample population [34,40].
Statistical analyses were performed either in Bionumerics or in
StatsDirect v2.6.6 (StatsDirect Ltd., Cheshire, UK). In Bionu-
merics the stability of the defined groups is calculated using a
statistical method called group separation. The method uses the
Jackknife method in which each entry is taken from the list and
identified against each group. In this study this was done by using
the average similarities of each group for identification.
DNA sequencing
For DNA sequencing reactions, BigDye Terminator and
BigDye XTerminator technologies were used (Applied Biosys-
tems). Sequence reaction mixtures were analyzed on an ABI 3730
automated DNA sequencer.
Results
Design and development of MLVA for S. aureus
Based on the available S. aureus genome sequences VNTR loci
were selected and evaluated for use in MLVA. Eight VNTR loci
were selected and analyzed in 2 multiplex PCRs. Suitability was
tested using a set of 96 strains which included 4 S. aureus isolates for
which the genome has been sequenced (MW2, COL, N315,
NCTC8325), 10 MRSA strains (5 pairs) considered as outbreak
isolates based on their identical PFGE profiles, isolation date and
the fact that they originated from the same hospital, 72 randomly
selected MRSA isolates, 5 MSSA isolates and 5 methicillin
resistant Staphylococcus epidermidis (MRSE) isolates and 5 methicillin
sensitive S. epidermidis (MSSE) isolates. All S. aureus isolates yielded
PCR products that varied in size. The strains from which the
genome has been sequenced yielded the expected number of
repeats in the various VNTR loci. Strains belonging to the same
outbreak had identical MLVA profiles. None of S. epidermidis
isolates yielded PCR products with any of the VNTR PCRs.
To determine the stability of the VNTR loci 5 S. aureus isolates
were subcultured for 20 consecutive days by streaking a single
colony from each strain on agar plates. Suspensions were made of
each subculture and subjected to MLVA. None of the 8 VNTR
loci were altered during the serial passage, showing that at least
under laboratory conditions the VNTR loci were stable.
MLVA of S. aureus isolates
MLVA was performed on 1681 S. aureus isolates originating
from human patients. All isolates of this validation set yielded a
PCR product for all VNTR loci. Analysis of the composition of the
8 VNTR loci of the S. aureus strain collection revealed that the
diversity in the number of repeats varied among the various
VNTR loci. Some loci carried large numbers of repeats e.g. up to
25 repeats in the VNTR09_01 locus, while other loci only carried
a limited number of repeats e.g. VNTR61_02 with a maximum of
5 repeats (Table 1). The diversity indices (DI) of the 8 different
VNTR loci also differed considerably. The lowest DI (34.2%) was
found for VNTR21_01 and the highest was found for
VNTR24_01 (83%), which is the spa gene (Table 1). In total
511 different MLVA types were found among the 1681 S. aureus
isolates. The MLVA profiles were clustered using a categorical
clustering coefficient and a minimum spanning tree was
constructed to display the relationships between the various
MLVA types (Fig. 2). This revealed the presence of 11 different
MLVA complexes that were assigned complex names e.g. MC8
represents MLVA complex 8. Of the 1681 isolates used for the
study 1473 (87.6%) were part of an MLVA complex. The
remaining 208 isolates (12.4%) were not part of these complexes
and were assigned a Nearest MLVA Complex (NMC) code e.g.
NMC8 or 8, indicating the most closely related MLVA complex.
The majority of the isolates included in this study were MRSA
(78.1%). The MSSA isolates were found in virtually all MLVA
complexes. However, complexes MC100, MC15 and all 19 isolates
that were closely related to MC15 (NMC15) were completely made
up of methicillin sensitive S. aureus. In addition, only 7.7% of the
isolates in MLVA complex MC7 were MRSA. In contrast, only 2
isolates (0.9%) in complex MC398 were MSSA (Table 3). For 1185
isolates the presence of the Panton-Valentine leukocidin (PVL)
genes was also determined [41] and this revealed that 94.2% of the
isolates in MC80 were PVL-positive (Table 3). The other 2 MLVA
complexes that contained a considerable number of PVL-positive
isolates were MC30 (34.4%) and MC8 (17.8%).
Table 2. List of primers used for MLVA of S. aureus.
VNTR Forward primer sequence
1 Reverse primer sequence Start
2 End
2
VNTR09_01 F-ATAAGCATTGAAACCATTATGATG GCAACTTCTTAAAACAAAATATTG 1021501 1021864
VNTR61_01 N-AATGCACATGAAACACTAATT GGTCAAGAATATTTAAAATCAATT 2440537 2440899
VNTR61_02 V-CTGTGAAGTTAGATAGATGAGTTT GCAATTAACGATTTCTTCAC 659826 660093
VNTR61_02
3 CTGTGAAGTTAGATAGATGAGTTT GCAATTAACGATTTCTTCAC 659826 660093
VNTR67_01 P-CGTGAATCTCTTTTATAAGAGTGT CCCTCCTATTAATATATATACCGT 680255 680600
VNTR21_01 V-GTCGATAAAGCATAAAGCTTT AGCAATGAATCAATAATTTTCA 526755 526904
VNTR24_01 P-CAGCAGTAGTGCCGTT GTAACGGCTTCATCCA 122873 123289
VNTR63_01 F-TGAAGATGTAGTAGGAATGTTAGT AGAAAAAGCTAAAGAAGTTGAA 1056187 1056833
VNTR81_01 N-TTTGGATATGAAGCGAGA CATATGTCGCAGTACCATC 266137 266632
1Fluorescent dyes are indicated by a character. F, FAM; N, NED; V, VIC; P, PET.
2Coordinates in NC_002745.
3Unlabeled version of the primer VNTR61_02, used to reduce the fluorescence signal in the MLVA (see Materials and Methods).
doi:10.1371/journal.pone.0005082.t002
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PFGE
A large number of isolates previously characterized using spa-
sequence typing and/or PFGE was used to assess the value of
MLVA as a typing method for S. aureus. Spa-sequence typing had
been performed for 882 of the 1681 isolates. SpaTypes were
clustered using the spa-plugin in the Bionumerics software and the
results were displayed in a minimum spanning tree. The minimum
spanning tree (Fig. 3) showed that the grouping by spa-sequence
typing was similar to the grouping found by MLVA. One of most
notable findings was that isolates belonging to MC7 and MC15
resided in the same spa cluster. PFGE analysis had been performed
on 1304 of the 1681 isolates. Again clustering based on PFGE
yielded grouping that was similar to that of the MLVA (Fig. 4).
Figure 2. Minimum spanning tree of the 1681 S. aureus isolates typed by MLVA. Clustering of MLVA profiles was done using a categorical
coefficient. In the minimum spanning tree the MLVA types are displayed as circles. The size of each circle indicates the number of isolates with this
particular type. Thick solid lines connect types that differ in a single VNTR locus and a thin solid connects types that differ in 2 VNTR loci. The color of
the halo surrounding the MLVA types denote types that belong to the same complex. MLVA complexes were assigned if 2 neighboring types did not
differ in more than 1 VNTR locus and if at least 5 types fulfilled this criterion. MLVA complexes are also indicated in characters e.g. MC8 denotes MLVA
complex 8.
doi:10.1371/journal.pone.0005082.g002
Table 3. Characteristics of MLVA complexes found among 1681 S. aureus isolates.
MLVA complex No. of isolates % of isolates No. of types DI
1 % mecA+ % PVL+
MC8 371 22.1 67 90.9 86.0 17.8
MC5 278 16.5 85 93.4 90.3 2.7
MC398 216 12.8 22 72.1 98.6 1.4
MC45 203 12.1 47 91.3 76.9 0.0
MC22 176 10.5 30 76.8 92.1 2.4
MC30 68 4.0 35 95.5 60.3 34.4
MC80 55 3.3 12 67.1 90.9 94.2
MC1 42 2.5 26 95.8 59.5 0.0
MC7 26 1.5 15 92.6 7.7 0.0
MC100 20 1.2 8 83.2 0.0 0.0
MC15 18 1.1 13 96.1 0.0 0.0
No complex 208 12.4 151 99.2 45.2 14.9
total 1681 100 511 98.5 78.2 11.3
1DI, diversity index.
doi:10.1371/journal.pone.0005082.t003
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description of the symbols, lines etc. see legend of figure 2. Clustering was performed using the Bionumerics spa-plugin with a conservative
alignment setting of 100% and 0% maximum duplication length. Halos surrounding SpaTypes indicate related SpaTypes.
doi:10.1371/journal.pone.0005082.g003
Figure 4. Minimum spanning tree of 1304 S. aureus isolates typed by PFGE. The PFGE types are displayed as circles. Clustering was
performed using the Pearson correlation coefficient and a 2% optimization setting. The resulting similarity matrix was used to construct a minimum
spanning tree using a 10% similarity bin size. Related PFGE grouped and this is denoted by the double circle (compacted complexes). The MLVA
complex is denoted as the color of the circles (see figure 2) and is also indicated in characters.
doi:10.1371/journal.pone.0005082.g004
MLVA of S. aureus
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variations of PFGE, grouping was not as clear cut as with MLVA
or spa-sequence typing.
To quantify the degree of similarity in grouping obtained by the
3 methods, both congruence between the typing methods and
group separation were determined using Bionumerics software.
Congruence of typing methods is derived from the similarity
matrices that are made in the analyses of the methods. Analysis
using a Pearson correlation coefficient revealed that the congru-
ence between spa-sequence typing and MLVA amounted 62.7%
for the set of 882 isolates that were typed by both methods. The
congruence between PFGE and MLVA performed on 1304
isolates was significantly lower and amounted 48.0%. Group
separation was calculated by the Jackknife algorithm. In this case
groups represented the 11 MLVA complexes. The analysis showed
that 95.1% of the isolates belonged to these 11 groups if spa-
sequence typing was used for identification. Group separation was
89.2% if PFGE was used to characterize the isolates. This indicates
that there is considerable degree of similarity in grouping using the
3 typing methods.
Diversity indices of MLVA, PFGE and spa-sequence typing
Diversity indices can be used to assess the diversity of a bacterial
population. However, the diversity index is also often used to
indicate the discriminatory power of typing methods. Simpson’s
diversity index was determined for all isolates typed with any of the
3 methods and for the 529 isolates for which all 3 typing methods
had been performed (Table 4). This revealed that MLVA and
PFGE yielded similar DIs of 98.5% and 97.7%, respectively. The
DI of the spa-sequence typing was 96.2% and thus somewhat lower
than those of MLVA and PFGE. This would suggest a relatively
small difference between the three typing methods. However, if
the number of types is plotted against the cumulative proportion of
isolates in the sampled population a more pronounced difference
between MLVA, PFGE and spa-sequence typing emerges (Fig. 5).
The plot revealed a considerable difference in discriminatory
power of MLVA and PFGE as opposed to spa-sequence typing. In
the collection that was sorted by type frequency, 70% of all isolates
represent 44 MLVA types and 44 PFGE types. In contrast, 70% of
all isolates represent only 19 SpaTypes, less than half the number
of types obtained by MLVA and PFGE. The higher discrimina-
tory power of MLVA is also apparent from the fact that there are
significantly more isolates per type for spa-sequence typing than for
MLVA (table 4).
Relationship between MLVA and MLST
Four lines of observations support the notion of a strong
agreement between the groupings generated by MLST and
MLVA. (1) Direct comparison between MLST and MLVA based
on 40 isolates, (2) indirect comparison of MLVA with MLST
based on the data derived from the Ridom database, (3),
circumstantial evidence that pvl genes were only present in
MC8, MC30 and MC80, (4) in silico analysis of congruence using
14 fully sequenced genomes.
The agreement between MLVA and MLST was apparent from
the comparison of the MLVA with MLST results obtained for a
small set of 40 isolates for which we also had MLST data available
that had previously been generated in our department. This
revealed that MLVA was more discriminating than MLST, but
more importantly that only STs belonging to the same MLST
clonal complex were grouped by MLVA (Fig. 6)
More evidence for the agreement between MLVA and MLST
was obtained in an indirect manner. An inventory was made on
the spa-types that were present in the various MLVA complexes.
After that the Ridom Spa-Server (http://spaserver2.ridom.de/
mlst.shtml) was interrogated to reveal the relationship between spa-
type and sequence type (ST). This revealed a remarkable
agreement between the MLVA complexes and the MLST clonal
Table 4. Diversity indices of the genotyping methods for all isolates typed with any of the 3 methods and for 529 isolates typed
with all 3 methods.
No. of isolates No. of types No. of isolates per type DI (95% CI)
1
All typed isolates
MLVA 1681 511 3.3 98.5% (98.3%–98.7%)
Spa 882 192 4.6 96.2% (95.7%–96.7%)
PFGE 1304 321 4.1 97.7% (97.4%–98.0%)
Typed with all 3 methods
MLVA 529 182 2.9 98.2% (97.9%–98.5%)
Spa 529 122 4.3 94.9% (94.0%–95.9%)
PFGE 529 179 3.0 97.9% (97.5%–98.3%)
1DI, diversity index; 95% CI, 95% confidence interval.
doi:10.1371/journal.pone.0005082.t004
Figure 5. Discriminatory power of MLVA, spa-sequence typing
and PFGE for S. aureus. Diversity is plotted as the number of types
versus the percentage of isolates. To obtain the plot the list of typing
results was first sorted by frequency and the percentage of isolates
versus the number of types was determined. The plot only shows the
results for the 529 S. aureus isolates that were analyzed by all 3
methods.
doi:10.1371/journal.pone.0005082.g005
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corresponded to a particular MLST clonal complex. For this
reason the MLVA complexes were named in analogy to the
MLST clonal complexes e.g. MLVA complex MC8 is made up of
isolates that have spa-types belonging to MLST clonal complex
CC8. There was a large MLVA complex, MC398, which could
not be identified as corresponding to a known MLST clonal
complex. This MLVA complex contained all pig MRSA isolates
and was therefore named after the dominant pig MRSA sequence
type ST398.
The strong agreement between MLVA and MLST was further
supported by the observation that virtually all PVL-positive
isolates were found in MC80, MC30 and MC8. This is consistent
with the finding that most PVL-positive S. aureus isolates belong the
MLST clonal complexes CC80, CC30 and CC8 [42].
In an additional effort to corroborate the possible strong
relationship between MLVA and MLST an in silico analysis of 14
sequenced S. aureus genomes was performed. The sequence types,
MLVA profiles and spa-types were derived from the genomes
sequences, clustered and subsequently congruence was calculated
(Fig. 7). This showed that there was a 86.5% congruence between
MLST and MLVA. The 66.7% congruence between MLST and
spa-sequence typing was considerably lower than that between
MLST and MLVA. For this data set congruence between MLVA
and spa-sequence typing was 71.9%. The data set obtained from
these 14 isolates is too small to draw firm conclusions. However,
the high congruence between MLST and MLVA of this in silico
data set suggests a high degree of similarity between MLST and
MLVA based clustering.
MLVA of pig MRSA isolates
Approximately 12% of the strains isolated from humans that
were used for this study were screening cultures from community
origin i.e. no hospital exposure either abroad or in the Netherlands
which were taken because of exposure to pigs. These so called pig
MRSA belonged to a single MLVA complex, MC398. Variation
within this complex is very low with a diversity index of only
72.1%. Using MLVA this set of 195 isolates was compared to a set
of 100 pig MRSA isolated from pigs (Fig. 8). As anticipated,
MLVA could not discriminate strains isolated from humans from
those isolated from pigs. There were 2 dominant MLVA types that
represented the 2 dominant spa-types t011 and t108. Isolates with
SpaType t1254 were of the same MLVA type as those with
SpaType t011. Considering there is only a single base pair
difference between t011 and t1254 such similarity is not surprising.
The difference between the dominant MLVA types representing
isolates with SpaTypes t011 and t108 is caused solely by the
presence of an extra spa repeat (r34) in t011. This extra repeat
results in a single locus difference between the 2 major MLVA
types.
Potential of MLVA to identify outbreaks
After validating the technical performance of the MLVA in our
lab, all isolates submitted as part of the national MRSA
surveillance in 2008 were characterized by spa-sequence typing
and MLVA. This allowed us to make a preliminary assessment of
the epidemiological concordance of the MLVA among isolates
from patients with proximal temporal and spatial relationship. A
selection of 658 isolates from hospital laboratories that submitted
30 or more isolates between January and October was included.
Space-time clusters were defined as the isolation of 3 or more
primary isolates from individual patients treated in the same
hospital within a 2 month window displaying the same SpaType .
This revealed the occurrence of 38 space-time SpaType clusters in
the 15 hospital laboratories (Table 5). In 29 of the 38 clusters
(76%) only a single MLVA type was found within the cluster.
However, in 9 of the 38 clusters (24%) each cluster contained 2 or
3 MLVA types. In some clusters the deviating MLVA type
represented a single locus MLVA variant (e.g. 1
st cluster in May-
Jun, hospital B). This may represent a change of the MLVA profile
within the same strain. However, several other Spa-clusters yielded
isolates with MLVA profiles that differed in 3 loci (e.g. 2
st cluster in
May-Jun, hospital B). It seems rather unlikely that the isolates that
disagree in three unlinked genetic loci can be regarded as
Figure 6. Concordance of the grouping obtained by MLVA and by MLST. A minimum spanning tree was constructed based on MLVA data
of 40 isolates for which MLST had already been performed. The circles represent the MLVA types and the numbers in the circles represent the STs. The
numbers displayed between types denote the number of VNTR loci that differ between these types. The colors represent the MLST clonal complexes.
The white circles are STs that have not been assigned to a particular clonal complex. Only single locus or double locus MLVA variants are connected
by lines. The size of each circle indicates the number of isolates with this particular MLVA type.
doi:10.1371/journal.pone.0005082.g006
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typing failed to differentiate these isolates and thus incorrectly
suggest epidemiological relatedness. This preliminary study shows
that MLVA may be more reliable in identifying clusters of
epidemiologically related isolates which may represent an
outbreak of MRSA. However, a carefully planned study with
detailed data on patient movements is required to assess the final
validity of MLVA as a molecular epidemiological tool.
Discussion
In this study we validated a newly designed MLVA using a
collection of 1681 S. aureus strains isolated from Dutch patients.
The MLVA was compared with previously obtained PFGE and
spa-sequence typing data and this revealed that MLVA was at least
as discriminatory as PFGE, yielding 511 different MLVA types,
twice as many types as spa-sequence typing did. MLVA yielded
unambiguous numerical profiles representing the number of
repeats present in 8 different VNTR loci in the S. aureus genome.
The MLVA profiles, strings of 8 integers, were used for categorical
clustering of isolates analyzed in this study. The clustering yielded
11 distinct groups, which we designated as MLVA complexes.
Some of these complexes were predominantly made up of MSSA
only, while other groups almost exclusively consisted of MRSA. At
the typing level there was moderate typing congruence between
MLVA, spa-sequence typing and PFGE. The congruence between
these methods was much higher at the group level with group
separation values of 95% for the relationship between MLVA and
spa-sequence type grouping and 89% for that of MLVA and
PFGE. Analysis of a set of 40 isolates that had been previously
typed by MLST supports a high degree of concordance between
MLVA and MLST. In addition, using available spa-sequence
typing data, we were able to show that there was a high agreement
of MLVA complexes with MLST clonal complexes. However,
systematic comparison between MLVA and MLST will have to be
performed to corroborate the deduced high agreement. Prepara-
tions for such comparison are currently in progress.
In recent years a possible new reservoir for MRSA has emerged
in the Netherlands. There have been reports that the nasal
carriage with MRSA has increased in pig farmers, and that these
lineages of S. aureus are shared by farmers and their animals [43–
45]. This pig-related MRSA appears to be clonal and identified by
MLST as sequence type 398 [8,46]. MLVA of these ST-398
strains isolated from humans and from pigs was utilized to assess
Figure 7. In silico analysis of 14 S. aureus strains for which the genome sequence has been determined. Strains were clustered on basis of
their whole genome sequence, MLST profile, MLVA profile and spa-sequence type, respectively.
doi:10.1371/journal.pone.0005082.g007
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However, such differences were not detected and MLVA revealed
the same degree of differentiation as spa-sequence typing did.
There were 2 major MLVA types that represented the 2 dominant
spa-types t011 and t108 which differ in a single repeat.
To assess the potential of MLVA as a molecular epidemiological
tool, MRSA submitted as part of the national surveillance strategy
in 2008 were scanned for time–space clusters with indistinguish-
able SpaTypes. Thirty-eight were identified in this set of 658
isolates of which 76% were confirmed by identical clusters
MLVA.profiles. Moreover, in 24% of the clusters, MLVA
improved the resolution and discriminated further between the
SpaTypes. This may be due to micro-evolution of the VNTR loci,
but in instances where 2 or 3 VNTR loci differed it seems more
likely that spa-sequence typing incorrectly grouped strains that
were diverse at different chromosomal locations. These findings
are an indication that MLVA can the enhance micro-epidemio-
logical accuracy crucial for the understanding of the dissemination
of MRSA in defined hospital settings. However, additional
investigations supported by detailed patient contact studies are
needed to appraise the full potential of this method as a
microepidemiological typing tool.
Many different genotyping methods have been used to study the
epidemiology of S. aureus, and for many years PFGE has been the
method of choice because of its discriminatory power and relative
simple equipment required to create PFGE profiles [20,21].
However, the major disadvantage of PFGE is its low portability
making it unsuitable for interlaboratory comparisons. The
development of an MLST scheme for S. aureus has proven to be
a major improvement [22]. Its portability and the unambiguous
nature of the results probably make MLST the best choice for
epidemiological studies population analyses. However, the high
costs associated with sequencing 7 housekeeping genes for MLST
have limited its use. The introduction of the spa-sequence typing
has been quite successful [24]. In spa-sequence typing, sequencing
part of only a single gene is required. This makes it a portable
method with unambiguous results that is much more cost effective
method than MLST. The major drawback of spa-sequence typing
is that only a single locus in the genome is studied and a small
change, even a single mutation, already yields a different type. It is
difficult to interpret the meaning of such a change in its
evolutionary context and in absence of more global view of the
rest of the genome. S. aureus isolates that differ in one or more bases
in the spa locus or even in the number of spa repeat units may
represent closely related strains or very distant ones. The use of
multiple genomic loci such as in MLST provides a more robust
approach. The relationship between two isolates that differ in only
one out of seven loci is much more obvious. At the same time
increasing the number of loci also improves the discriminatory
ability of any typing system. Like MLST, MLVA utilizes several
genomic loci for genotyping.
The MLVA scheme presented here is not the first MLVA for S.
aureus reported. Sabat et al. were the first to describe an MLVA
based on 5 different VNTR loci [47]. They analyzed 34 isolates
and detected 26 different types and they concluded that their
MLVA was as discriminating and as reproducible as PFGE.
However, their MLVA contained VNTRs with a repeat size of
only 9-bp..which makes an accurate sizing of the bands on agarose
gels impossible. Furthermore, PCR on some of the loci included in
their MLVA e.g. the sdr locus, yielded multiple anonymous PCR
products which compounded that PCR products could not be
assigned to individual VNTR loci. Thus this MLVA scheme was
unable to address genetic relationships. Typing results based on
anonymous banding pattern resolved in agrose gels are – like
PFGE - not portable and do not provide unambiguous results.
Other groups have used the typing scheme of Sabat et al. or a
slightly altered scheme [48–52]. Hardy et al. [53,54] described the
use of VNTRs which they, for reasons not entirely clear,
designated staphylococcal interspersed repeat units (SIRUs). Again
PCR products were sized on an agarose gels to calculate the
number of repeats per locus and in the first study analysis of 16 S.
aureus isolates yielded 11 different types. In the second study 116
isolates yielded 18 different SIRU profiles. Recently, Ikawaty et al.
[55] reported the application of a slightly adapted version of
Hardy’s MLVA. The studied the polymorphism in 5 VNTR loci
using a collection of 150 isolates and found 76 different MTs. Part
of their study was performed using isolates from 6 outbreaks.
However, these outbreaks were merely identified on the basis of
identical phage typing and PFGE profiles but lacked any
epidemiological corroboration. Remarkably, the MLVA profiles
showed heterogeneity in 4 of the 6 reported outbreaks.
Using 2 multiplex PCRs, MLVA of 96 isolates can easily be
performed within a single day provided a sequencing facility is
readily available. In our laboratory setting, the cost for
consumables for MLST analysis of a single strain amounts to
approximately J 70. The costs for spa-sequence typing are much
lower at J 9 per isolate and those for MLVA are even lower and
amount to J 8. This makes MLVA nearly a factor 9 cheaper than
MLST. A major advantage of MLVA over spa-sequence typing is
the straightforward clustering of MLVA profiles compared to that
of SpaTypes. In the MLVA clustering we used in this study, the
distance between types is expressed as the number of loci that is
different and the difference in the number of repeats is not taken
into account. The complex algorithm used for clustering of
SpaTypes is called ‘based upon repeat pattern’ (BURP) [56,57]. It
uses many different parameters such as repeat-duplication, repeat-
excision and repeat-substitution, but also base-insertion and base-
deletion events were used to calculate the relatedness of different
Figure 8. Minimum spanning tree of 295 pig MRSA isolates
typed by MLVA. Each circle represents an MLVA type. The orange
circles or sectors of circles denote types obtained from 195 pig MRSA
strains isolated from humans. The MLVA profiles of 100 pig MRSA
strains isolated from pigs are indicated in light blue. The numbers in the
circles denote the SpaTypes and their frequency within the 2 dominant
MLVA types.
doi:10.1371/journal.pone.0005082.g008
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Hospital Isolates Episode Cluster size SpaType MT
1 No. with MT Spa repeats MLVA profile
A 38 May–Jun 8 t038 527 8 08-39-34-34-13-17-34-16-34 11-02-03-04-01-10-01-05
B 57 Jan–Feb 5 t447 67 5 26-23-34-17-20-17-12-17-16 14-02-01-03-02-10-06-05
3 t008 314 3 11-19-12-21-17-34-24-34-22-25 12-03-03-05-01-11-02-03
Mar–Apr 9 t179 5 9 26-23-17-34-17-20-17-12-12-16 14-02-01-03-02-11-06-05
May–Jun 10 t002 5 9 26-23-17-34-17-20-17-12-17-16 14-02-01-03-02-11-06-05
t002 86 1 26-23-17-34-17-20-17-12-17-16 14-02-01-03-02-11-05-05
3 t179 5 2 26-23-17-34-17-20-17-12-12-16 14-02-01-03-02-11-06-05
t179 776 1 26-23-17-34-17-20-17-12-12-16 14-02-01-03-01-11-01-04
Jul–Aug 4 t179 5 4 26-23-17-34-17-20-17-12-12-16 14-02-01-03-02-11-06-05
C 31 Mar–Apr 3 t002 5 3 26-23-17-34-17-20-17-12-17-16 14-02-01-03-02-11-06-05
D 35 Jan–Feb 3 t064 195 3 11-19-12-05-17-34-24-34-22-25 12-02-02-05-01-11-02-04
E 56 Mar–Apr 3 t008 274 3 11-19-12-21-17-34-24-34-22-25 09-03-03-05-01-11-01-04
May–Jun 17 t008 274 14 11-19-12-21-17-34-24-34-22-25 09-03-03-05-01-11-01-04
t008 314 2 11-19-12-21-17-34-24-34-22-25 12-03-03-05-01-11-02-03
t008 8 1 11-19-12-21-17-34-24-34-22-25 12-03-03-05-01-11-02-04
F 71 Jan–Feb 3 t026 545 3 08-16-34 11-03-02-06-01-04-01-05
May–Jun 4 t026 545 3 08-16-34 11-03-02-06-01-04-01-05
t026 511 1 08-16-34 11-03-02-04-01-04-01-05
Jul–Aug 4 t003 130 4 26-17-20-17-12-17-17-16 12-02-01-03-02-09-06-05
6 t065 980 3 09-02-16-34-13-17-34-16-34 11-04-03-02-01-10-01-05
t065 988 2 09-02-16-34-13-17-34-16-34 11-04-03-04-01-10-01-05
t065 1407 1 09-02-16-34-13-17-34-16-34 11-02-03-02-01-10-01-05
G 38 May–Jun 5 t1234 427 5 07-23-12-12-34-34-34-33-34 12-00-01-01-01-10-04-09
Jul–Aug 4 t040 536 4 09-02-16-13-17-34-16-34 11-03-03-04-01-09-01-05
3 t1416 540 3 09-02-16-16-34 11-03-03-04-01-06-01-05
H 33 Jan–Feb 3 t008 8 3 11-19-12-21-17-34-24-34-22-25 12-03-03-05-01-11-02-04
May–Jun 4 t008 8 4 11-19-12-21-17-34-24-34-22-25 12-03-03-05-01-11-02-04
I 40 Jul–Aug 5 t223 491 5 26-23-13-23-05-17-25-17-25-16-28 18-05-03-01-01-12-01-05
J 31 Sep–Oct 4 t008 314 4 11-19-12-21-17-34-24-34-22-25 12-03-03-05-01-11-02-03
3 t334 303 3 11-12-21-17-34-22-25 12-03-03-01-01-08-02-04
K 60 May–Jun 3 t008 269 3 11-19-12-21-17-34-24-34-22-25 09-03-03-05-01-99-02-04
3 t045 116 3 26-17-20-17-12-17-16 14-01-01-03-02-08-06-05
L 35 Mar–Apr 7 t045 116 7 26-17-20-17-12-17-16 14-01-01-03-02-08-06-05
May–Jun 9 t045 116 9 26-17-20-17-12-17-16 14-01-01-03-02-08-06-05
3 t267 632 3 07-23-12-21-17-34-34-34-33-34 12-00-01-01-01-11-04-07
M 30 Mar–Apr 9 t038 527 9 08-39-34-34-13-17-34-16-34 11-02-02-04-01-10-01-05
N 45 Jan–Feb 9 t740 528 9 08-39-34-13-17-34-16-34 11-02-03-04-01-09-01-05
Mar–Apr 8 t740 528 8 08-39-34-13-17-34-16-34 11-02-03-04-01-09-01-05
May–Jun 5 t740 528 5 08-39-34-13-17-34-16-34 11-02-03-04-01-09-01-05
Jul–Aug 3 t008 240 3 11-19-12-21-17-34-24-34-22-25 12-03-03-05-01-11-01-04
5 t740 528 5 08-39-34-13-17-34-16-34 11-02-03-04-01-09-01-05
Sep–Oct 3 t008 240 3 11-19-12-21-17-34-24-34-22-25 12-03-03-05-01-11-01-04
O 58 Jan–Feb 4 t008 8 4 11-19-12-21-17-34-24-34-22-25 12-03-03-05-01-11-02-04
May–Jun 21 t064 836 12 11-19-12-05-17-34-24-34-22-25 12-02-02-05-02-11-06-05
t064 195 6 11-19-12-05-17-34-24-34-22-25 12-02-02-05-01-11-02-04
t064 189 3 11-19-12-05-17-34-24-34-22-25 12-02-02-05-01-11-01-04
6 t3365 194 6 11-19-12-36-34-24-34-22-25 12-02-02-05-01-10-02-04
Sep–Oct 12 t064 195 12 11-19-12-05-17-34-24-34-22-25 12-02-02-05-01-11-02-04
1MT, MLVA type.
doi:10.1371/journal.pone.0005082.t005
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than 5 repeats. The validity of using these parameters is uncertain
because the mechanism that drive variation of that locus and the
evolutionary clock are unknown. MLVA clustering is much
simpler and is similar to the method used for clustering MLST
profiles. In MLVA, loci are either identical or different, and it does
not take into account the number of repeats that is lost or gained.
The study present here has been performed to validate MLVA
as a new typing method for S. aureus and MRSA in particular. Van
Belkum et al. [58] recently published an overview in which they
provided criteria for the validation of a typing method. In our
study we have demonstrated that MLVA fulfills all performance
criteria described in Van Belkum’s publication. The stability of the
marker under laboratory conditions; there were no non-typeable
isolates among the 2515 S. aureus isolates included in the study.
The test population chosen for this study is well defined and
probably comprises the largest collection ever used for such an
analysis. Furthermore MLVA has been shown to be highly
discriminatory and the typing has been shown to be reproducible
and accurate which was corroborated by the sequence analysis of
all allelic variants. The epidemiological validity has been addressed
in a preliminary assessment by analyzing isolates with clear time-
space relationship. MLVA was highly concordant and may even
outperform spa-sequence typing, although a more detailed study
will be required to corroborate this conclusion. Apart from the
performance criteria, the MLVA described in this study also meets
virtually all convenience criteria. Although the primers for this
MLVA are designed for use with S. aureus only and cannot be used
for other species the method itself is flexible and can be used for
any bacterial species that carries VNTR loci. MLVA is fast, easy to
use and highly suitable for high throughput typing against
relatively low costs. It does not need exotic reagents or equipment
and therefore is accessible for any laboratory that is equipped with
PCR machines and an automatic DNA sequencer. Because of its
straightforward computerized analysis, which leads to unambig-
uous numerical profiles, the data is highly suitable for the use in
electronic databases.
In conclusion, the MLVA described in this study is a high
throughput, relatively low cost genotyping method that yields
unambiguous data that can be used for interlaboratory compar-
isons and for internet accessible databases. Currently we are
developing a web platform in which it will be possible to query a
database with all known MLVA profiles ensuring a uniform
nomenclature for users of the method. This website will have a
functionality that is similar to that found at the MLST website
(www.mlst.net). The high throughput and the observed similarity
with MLST grouping make MLVA a valuable typing technique
that may enable the study the epidemiology of S. aureus at various
geographic levels and we are confident that its true value will
become obvious in detailed epidemiological studies.
Acknowledgments
We like thank the Dutch medical microbiology laboratories and hospitals
for sending in the S. aureus isolates for molecular typing. Without their
contribution this study could not have been performed.
Author Contributions
Conceived and designed the experiments: LMS. Performed the experi-
ments: ECS MVL GNP MGVSV. Analyzed the data: LMS HG AJDN.
Contributed reagents/materials/analysis tools: XWH HGJVdH MEOCH.
Wrote the paper: LMS.
References
1. Emori TG, Gaynes RP (1993) An overview of nosocomial infections, including
the role of the microbiology laboratory. Clin Microbiol Rev 6: 428–442.
2. Steinberg JP, Clark CC, Hackman BO (1996) Nosocomial and community-
acquired Staphylococcus aureus bacteremias from 1980 to 1993: impact of
intravascular devices and methicillin resistance. Clin Infect Dis 23: 255–259.
3. Tiemersma EW, Bronzwaer SL, Lyytikainen O, Degener JE, Schrijnemakers P,
et al. (2004) Methicillin-resistant Staphylococcus aureus in Europe, 1999–2002.
Emerg Infect Dis 10: 1627–1634.
4. Panlilio AL, Culver DH, Gaynes RP, Banerjee S, Henderson TS, et al. (1992)
Methicillin-resistant Staphylococcus aureus in U.S. hospitals, 1975–1991. Infect
Control Hosp Epidemiol 13: 582–586.
5. Speller DC, Johnson AP, James D, Marples RR, Charlett A, et al. (1997)
Resistance to methicillin and other antibiotics in isolates of Staphylococcus aureus
from blood and cerebrospinal fluid, England and Wales, 1989–95. Lancet 350:
323–325.
6. Wertheim HF, Vos MC, Boelens HA, Voss A, Vandenbroucke-Grauls CM, et
al. (2004) Low prevalence of methicillin-resistant Staphylococcus aureus (MRSA) at
hospital admission in the Netherlands: the value of search and destroy and
restrictive antibiotic use. J Hosp Infect 56: 321–325.
7. van Trijp MJ, Melles DC, Hendriks WD, Parlevliet GA, Gommans M, et al.
(2007) Successful control of widespread methicillin-resistant Staphylococcus aureus
colonization and infection in a large teaching hospital in the Netherlands. Infect
Control Hosp Epidemiol 28: 970–975.
8. de Neeling AJ, van den Broek MJ, Spalburg EC, van Santen-Verheuvel MG,
Dam-Deisz WD, et al. (2007) High prevalence of methicillin resistant
Staphylococcus aureus in pigs. Vet Microbiol 122: 366–372.
9. de Neeling AJ, van Leeuwen WJ, Schouls LM, Schot CS, van Veen-Rutgers A,
et al. (1998) Resistance of staphylococci in The Netherlands: surveillance by an
electronic network during 1989–1995. J Antimicrob Chemother 41: 93–101.
10. Williams RE RJ, Dowsett LM (1953) Bacteriophage typing of strains of
Staphylococcus aureus from various sources. Lancet 14: 510–514.
11. Hadorn K, Lenz W, Kayser FH, Shalit I, Krasemann C (1990) Use of a
ribosomal RNA gene probe for the epidemiological study of methicillin and
ciprofloxacin resistant Staphylococcus aureus. Eur J Clin Microbiol Infect Dis 9:
649–653.
12. van Belkum A, Bax R, Prevost G (1994) Comparison of four genotyping assays
for epidemiological study of methicillin-resistant Staphylococcus aureus. Eur J Clin
Microbiol Infect Dis 13: 420–424.
13. Damiani G, Telecco S, Comincini S, Sironi M, Carretto E, et al. (1996)
Comparison of an improved RAPD fingerprinting with different typing methods
for discriminating clinical isolates of Staphylococcus spp. Eur J Epidemiol 12:
163–169.
14. Gurtler V, Barrie HD (1995) Typing of Staphylococcus aureus strains by PCR-
amplification of variable-length 16S-23S rDNA spacer regions: characterization
of spacer sequences. Microbiology 141(Pt 5): 1255–1265.
15. Deplano A, Vaneechoutte M, Verschraegen G, Struelens MJ (1997) Typing of
Staphylococcus aureus and Staphylococcus epidermidis strains by PCR analysis of inter-
IS256 spacer length polymorphisms. J Clin Microbiol 35: 2580–2587.
16. Grady R, Desai M, O’Neill G, Cookson B, Stanley J (1999) Genotyping of
epidemic methicillin-resistant Staphylococcus aureus phage type 15 isolates by
fluorescent amplified-fragment length polymorphism analysis. J Clin Microbiol
37: 3198–3203.
17. Melles DC, van Leeuwen WB, Snijders SV, Horst-Kreft D, Peeters JK, et al.
(2007) Comparison of multilocus sequence typing (MLST), pulsed-field gel
electrophoresis (PFGE), and amplified fragment length polymorphism (AFLP)
for genetic typing of Staphylococcus aureus. J Microbiol Methods 69: 371–
375.
18. Katayama Y, Ito T, Hiramatsu K (2000) A new class of genetic element,
staphylococcus cassette chromosome mec, encodes methicillin resistance in
Staphylococcus aureus. Antimicrob Agents Chemother 44: 1549–1555.
19. Stephens AJ, Huygens F, Giffard PM (2007) Systematic derivation of marker sets
for staphylococcal cassette chromosome mec typing. Antimicrob Agents
Chemother 51: 2954–2964.
20. Ichiyama S, Ohta M, Shimokata K, Kato N, Takeuchi J (1991) Genomic DNA
fingerprinting by pulsed-field gel electrophoresis as an epidemiological marker
for study of nosocomial infections caused by methicillin-resistant Staphylococcus
aureus. J Clin Microbiol 29: 2690–2695.
21. Cookson BD, Robinson DA, Monk AB, Murchan S, Deplano A, et al. (2007)
Evaluation of molecular typing methods in characterizing a European collection
of epidemic methicillin-resistant Staphylococcus aureus strains: the HARMONY
collection. J Clin Microbiol 45: 1830–1837.
22. Enright MC, Day NP, Davies CE, Peacock SJ, Spratt BG (2000) Multilocus
sequence typing for characterization of methicillin-resistant and methicillin-
susceptible clones of Staphylococcus aureus. J Clin Microbiol 38: 1008–1015.
23. Frenay HM, Theelen JP, Schouls LM, Vandenbroucke-Grauls CM, Verhoef J,
et al. (1994) Discrimination of epidemic and nonepidemic methicillin-resistant
Staphylococcus aureus strains on the basis of protein A gene polymorphism. J Clin
Microbiol 32: 846–847.
24. Harmsen D, Claus H, Witte W, Rothganger J, Turnwald D, et al. (2003) Typing
of methicillin-resistant Staphylococcus aureus in a university hospital setting by using
MLVA of S. aureus
PLoS ONE | www.plosone.org 12 April 2009 | Volume 4 | Issue 4 | e5082novel software for spa repeat determination and database management. J Clin
Microbiol 41: 5442–5448.
25. Coletta-Filho HD, Takita MA, de Souza AA, Aguilar-Vildoso CI, Machado MA
(2001) Differentiation of strains of Xylella fastidiosa by a variable number of
tandem repeat analysis. Appl Environ Microbiol 67: 4091–4095.
26. Farlow J, Postic D, Smith KL, Jay Z, Baranton G, et al. (2002) Strain typing of
Borrelia burgdorferi, Borrelia afzelii,a n dBorrelia garinii by using multiple-locus
variable-number tandem repeat analysis. J Clin Microbiol 40: 4612–4618.
27. Farlow J, Smith KL, Wong J, Abrams M, Lytle M, et al. (2001) Francisella
tularensis strain typing using multiple-locus, variable-number tandem repeat
analysis. J Clin Microbiol 39: 3186–3192.
28. Frothingham R, Meeker-O’Connell WA (1998) Genetic diversity in the
Mycobacterium tuberculosis complex based on variable numbers of tandem DNA
repeats. Microbiology 144(Pt 5): 1189–1196.
29. Keim P, Klevytska AM, Price LB, Schupp JM, Zinser G, et al. (1999) Molecular
diversity in Bacillus anthracis. J Appl Microbiol 87: 215–217.
30. Klevytska AM, Price LB, Schupp JM, Worsham PL, Wong J, et al. (2001)
Identification and characterization of variable-number tandem repeats in the
Yersinia pestis genome. J Clin Microbiol 39: 3179–3185.
31. Liu Y, Lee MA, Ooi EE, Mavis Y, Tan AL, et al. (2003) Molecular typing of
Salmonella enterica serovar typhi isolates from various countries in Asia by a
multiplex PCR assay on variable-number tandem repeats. J Clin Microbiol 41:
4388–4394.
32. Pourcel C, Vidgop Y, Ramisse F, Vergnaud G, Tram C (2003) Characterization
of a tandem repeat polymorphism in Legionella pneumophila and its use for
genotyping. J Clin Microbiol 41: 1819–1826.
33. Schouls LM, van der Ende A, Damen M, van de Pol I (2006) Multiple-locus
variable-number tandem repeat analysis of Neisseria meningitidis yields groupings
similar to those obtained by multilocus sequence typing. J Clin Microbiol 44:
1509–1518.
34. Schouls LM, van der Ende A, van de Pol I, Schot C, Spanjaard L, et al. (2005)
Increase in genetic diversity of Haemophilus influenzae serotype b (Hib) strains after
introduction of Hib vaccination in The Netherlands. J Clin Microbiol 43:
2741–2749.
35. Schouls LM, van der Heide HG, Vauterin L, Vauterin P, Mooi FR (2004)
Multiple-locus variable-number tandem repeat analysis of Dutch Bordetella
pertussis strains reveals rapid genetic changes with clonal expansion during the
late 1990s. J Bacteriol 186: 5496–5505.
36. Top J, Schouls LM, Bonten MJ, Willems RJ (2004) Multiple-locus variable-
number tandem repeat analysis, a novel typing scheme to study the genetic
relatedness and epidemiology of Enterococcus faecium isolates. J Clin Microbiol 42:
4503–4511.
37. van Belkum A, Scherer S, van Leeuwen W, Willemse D, van Alphen L, et al.
(1997) Variable number of tandem repeats in clinical strains of Haemophilus
influenzae. Infect Immun 65: 5017–5027.
38. Mulvey MR, Chui L, Ismail J, Louie L, Murphy C, et al. (2001) Development of
a Canadian standardized protocol for subtyping methicillin-resistant Staphylococ-
cus aureus using pulsed-field gel electrophoresis. J Clin Microbiol 39: 3481–3485.
39. Benson G (1999) Tandem repeats finder: a program to analyze DNA sequences.
Nucleic Acids Res 27: 573–580.
40. Simpson E (1949) Measurement of diversity. Nature 163: 688.
41. Lina G, Piemont Y, Godail-Gamot F, Bes M, Peter MO, et al. (1999)
Involvement of Panton-Valentine leukocidin-producing Staphylococcus aureus in
primary skin infections and pneumonia. Clin Infect Dis 29: 1128–1132.
42. Vandenesch F, Naimi T, Enright MC, Lina G, Nimmo GR, et al. (2003)
Community-acquired methicillin-resistant Staphylococcus aureus carrying Panton-
Valentine leukocidin genes: worldwide emergence. Emerg Infect Dis 9: 978–984.
43. Armand-Lefevre L, Ruimy R, Andremont A (2005) Clonal comparison of
Staphylococcus aureus isolates from healthy pig farmers, human controls, and pigs.
Emerg Infect Dis 11: 711–714.
44. Witte W, Strommenger B, Stanek C, Cuny C (2007) Methicillin-resistant
Staphylococcus aureus ST398 in humans and animals, Central Europe. Emerg
Infect Dis 13: 255–258.
45. Huijsdens XW, van Dijke BJ, Spalburg E, van Santen-Verheuvel MG, Heck ME,
et al. (2006) Community-acquired MRSA and pig-farming. Ann Clin Microbiol
Antimicrob 5: 26.
46. van Belkum A, Melles DC, Peeters JK, van Leeuwen WB, van Duijkeren E, et al.
(2008) Methicillin-Resistant and -Susceptible Staphylococcus aureus Sequence Type
398 in Pigs and Humans. Emerg Infect Dis 14: 479–483.
47. Sabat A, Krzyszton-Russjan J, Strzalka W, Filipek R, Kosowska K, et al. (2003)
New method for typing Staphylococcus aureus strains: multiple-locus variable-
number tandem repeat analysis of polymorphism and genetic relationships of
clinical isolates. J Clin Microbiol 41: 1801–1804.
48. Gilbert FB, Fromageau A, Gelineau L, Poutrel B (2006) Differentiation of bovine
Staphylococcus aureus isolates by use of polymorphic tandem repeat typing. Vet
Microbiol 117: 297–303.
49. Francois P, Huyghe A, Charbonnier Y, Bento M, Herzig S, et al. (2005) Use of
an automated multiple-locus, variable-number tandem repeat-based method for
rapid and high-throughput genotyping of Staphylococcus aureus isolates. J Clin
Microbiol 43: 3346–3355.
50. Tenover FC, Vaughn RR, McDougal LK, Fosheim GE, McGowan JE Jr (2007)
Multiple-locus variable-number tandem-repeat assay analysis of methicillin-
resistant Staphylococcus aureus strains. J Clin Microbiol 45: 2215–2219.
51. Collery MM, Smyth DS, Twohig JM, Shore AC, Coleman DC, et al. (2008)
Molecular typing of nasal carriage isolates of Staphylococcus aureus from an Irish
university student population based on toxin gene PCR, agr locus types and
multiple locus, variable number tandem repeat analysis. J Med Microbiol 57:
348–358.
52. Malachowa N, Sabat A, Gniadkowski M, Krzyszton-Russjan J, Empel J, et al.
(2005) Comparison of multiple-locus variable-number tandem-repeat analysis
with pulsed-field gel electrophoresis, spa typing, and multilocus sequence typing
for clonal characterization of Staphylococcus aureus isolates. J Clin Microbiol 43:
3095–3100.
53. Hardy KJ, Ussery DW, Oppenheim BA, Hawkey PM (2004) Distribution and
characterization of staphylococcal interspersed repeat units (SIRUs) and
potential use for strain differentiation. Microbiology 150: 4045–4052.
54. Hardy KJ, Oppenheim BA, Gossain S, Gao F, Hawkey PM (2006) Use of
variations in staphylococcal interspersed repeat units for molecular typing of
methicillin-resistant Staphylococcus aureus strains. J Clin Microbiol 44:
271–273.
55. Ikawaty R, Willems RJ, Box AT, Verhoef J, Fluit AC (2008) Novel multiple-
locus variable-number tandem-repeat analysis method for rapid molecular
typing of human Staphylococcus aureus. J Clin Microbiol 46: 3147–3151.
56. Mellmann A, Weniger T, Berssenbrugge C, Rothganger J, Sammeth M, et al.
(2007) Based Upon Repeat Pattern (BURP): an algorithm to characterize the
long-term evolution of Staphylococcus aureus populations based on spa polymor-
phisms. BMC Microbiol 7: 98.
57. Strommenger B, Kettlitz C, Weniger T, Harmsen D, Friedrich AW, et al. (2006)
Assignment of Staphylococcus isolates to groups by spa typing, SmaI macrorestric-
tion analysis, and multilocus sequence typing. J Clin Microbiol 44: 2533–2540.
58. van Belkum A, Tassios PT, Dijkshoorn L, Haeggman S, Cookson B, et al. (2007)
Guidelines for the validation and application of typing methods for use in
bacterial epidemiology. Clin Microbiol Infect 13 Suppl 3: 1–46.
MLVA of S. aureus
PLoS ONE | www.plosone.org 13 April 2009 | Volume 4 | Issue 4 | e5082